Table S1 The full details of the primers used in this study.
Table S1
The full details of the primers used in this study.
Table S2
The list of reference sequences used in this study.
Table S3
The components of the WEFCOM and Ti2 (P. t. jacksoni) mitochondrial genome.
Table S4
The variable sites between WEFCOM and Ti2.
Fig. S1 Sites of sample collection

Fig. S2
The alignment of the control region of the WEFCOM and Malayan tigers reported in this study with previous reports. These sequences contain different lengths of the control region resulting in different sizes of the complete mitochondrial genome. The different lengths of the control region are a result of the variable number of tandem repeats in the repetitive sequence box 3 (RS-3). HVS = hypervariable site, RS = repetitive sequence, CCR = central conserved region, CSB = conserved sequence box.
Fig. S3
The mitogenome map of the tiger (P. tigris) including F2 numt (red curve). Fragment 9 of this study contained two distinct sequences; 9.1 (blue line) and 9.2 (blue dashed line), where the numt sequence was found (red box). The grey curve indicates the region containing two highly distinct sequences when compared with other reported complete mitogenomes.
Fig. S4
The alignment of confounding sequences near the 5' end of F2 numt (red arrow). The sequences of the WEFCOM tiger (fragment numbers 8, 9.1, 9.2 and 10) were aligned to HM569215 P27 of Zhang et al. (2011) , JF357971 CORBETTI1 of Kitpipit et al. (2012) , cymt DQ151550 and F2 numt (DQ151551) reported by Kim et al. (2006) . The sequences resembling F2 numt are labeled in red. Two distinct sequences contaminated with numt were found in fragment 9. The start point of the ambiguous sequences is at the last domain of the COX1 gene. The alignment shows that the amplicon 9.1 was initially similar to numt and could not be aligned with the adjacent fragment (red dashed boxes). There is a turning point at the middle of COX2 (red arrow head) where the amplicon 9.2 which was initially identical to cymt turned to the numt sequence and amplicon 9.1 turned to the cymt sequence. After the end of F2 numt at the ATP6 gene, the 9.1 and 9.2 amplicons remain different (labeled cyan). Table S4 . The variable sites between the WEFCOM and Malayan (Ti2) haplotype. The variations between HVS-I of CR to first base of tRNA -Phe were excluded. The new mutation sites comparing to previous reports (Luo et al. 2004 , Driscoll et al. 2009 , Zhang et al. 2011 , Kitppipit et al. 2012 , Mondol et al. 2013 , Sun et al. 2014 , Xue et al. 2015 are indicated by the red marks. The red box indicates the position that was excluded from phylogenetic analysis as it may contain additional numt. 12S  16S  ND2  COI  COII  ATP6   COX  III  ND3  ND4  ND5  ND6 Q  Cytb  CR  1 1  1  1  1  1 1 1 1  1  1  1  1  Position  1  1  2  3  4 5 6 7 7 8 8 8 8 8  9  9  0 0  2  2  3  4 4 4 4  4  4  5  5  on  2  8  3  4  3  9  8 6 0 0 3 2 3 3 4 5  1  5  5 9  3  7  8  1 4 4 6  7  8  1  5  WEFCOM  4  0  3  8  4  2 2 0 9 4 1 7 2 7 1 1 4 3 4 7 0 8 4 3 0 6 9 3 9 7 3 sequence 0 6 3 0 3 8 5 2 7 9 7 7 6 0 2 1 4 8 9 2 8 3 6 6 0 3 4 7 1 1 4 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 Position 1 1 2 2 3 4 5 6 6 7 8 9 9 9 9 9 0 0 1 1 3 3 4 5 5 5 5 5 5 6 6 on 1 6 1 3 2 7 6 4 9 9 1 1 1 2 2 3 0 4 4 8 1 6 7 0 2 3 5 6 7 0 4 Felis catus 0 7 9 4 0 9 8 6 6 1 8 4 9 3 7 7 0 0 1 3 7 4 1 0 6 2 5 0 5 3 0 (NC_001700) 4 1 8 5 7 2 9 7 2 4 2 2 1 5 7 6 9 3 4 7 3 8 1 1 5 8 9 2 6 6 0 Fig. S1 . Sites of sample collection. Fig. S2 . The alignment of the control region of the WEFCOM and Malayan tigers reported in this study with previous reports. These sequences contain different lengths of the control region resulting in different sizes of the complete mitochondrial genome. The different lengths of control region are a result of the variable number of tandem repeats in the repetitive sequence box 3 (RS-3). HVS = hypervariable site, RS = repetitive sequence, CCR = central conserved region, CSB = conserved sequence box. -
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. - - Fig. S3 . The mitogenome map of the tiger (P. t. tigris) including F2 numt (red curve). Fragment 9 of this study contained two distinct sequences; 9.1 (blue line) and 9.2 (blue dashed line), where the numt sequence was found (red box). The grey curve indicates the region containing two highly distinct sequences when compared with other reported complete mitogenomes. The green curve indicates the sequence range used to construct the phylogenetic tree in Figure 2 . Fig. S4 . The alignment of confounding sequences near the 5' end of F2 numt (red arrow). The sequences of the WEFCOM tiger (fragment numbers 8, 9.1, 9.2 and 10) were aligned to HM569215 P27 of Zhang et al. (2011) , JF357971 CORBETTI1 of Kitpipit et al. (2012, cymt DQ151550 and F2 numt (DQ151551) reported by Kim et al. (2006) . The sequences resembling F2 numt are labeled in red. Two distinct sequences contaminated with numt were found in fragment 9. The start point of the ambiguous sequences is at the last domain of the COX1 gene. The alignment shows that the amplicon 9.1 was initially similar to numt and could not be aligned with the adjacent fragment (red dashed boxes). There is a turning point at the middle of COX2 (red arrow head) where the amplicon 9.2 which was initially identical to cymt turned to the numt sequence and amplicon 9.1 turned to the cymt sequence. After the end of F2 numt at the ATP6 gene, the 9.1 and 9.2 amplicons remain different (labeled cyan). 
---------------------------------------------------------------------------------------------------864
WEFCOM CACGTACACACGTACACACGTACACACGTA------------------------DQ151551 F2 Numt ----------------------------------------------------------------.
---------------------------------------------------------------------------------------------------1241
... 1478 JF357971 CORBETTI1 --------------------------------------..A....C------------------------------------------------------1249
---------------------------------------------------------------------------------1249
1 ---------------------------------------------------------------.
----------------------------------------------
.G.. ------------------------------------------------------------------- DQ151551 F2------------------------------------------------------------------- WEFCOM 8 ------------------------------------------------------------------------------------------------------------------------------------------------------ WEFCOM
--------------------------------------------------------------------------------------------------------------
